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Figure 2: 



5 >carbo#SD long 

MSAILKRNVPIQRVGLPLTSYVSRWASALPTRTHPF^ 

RHENQHTDTSYKMYQGLKFWKTLFTPSKCHRHFSTSAHLSAMGRHQSPINIITSSTTKGPSLKPLKF 
S KS WDKP VI GTVKDTG Y YL KFAPES AAEKCTLHT YNGE Y I LDHFH YHWGKKDGEGAEHF IDGKQ YD I E 
FHFVHKKVGLTDPDARDAFAVLGVFGKADPRLKINGIWELLSPSTVLTVDSTRNVADWPSKIiLPSAR 
10 DYFHYEGSLTTPTYGEWHWFVLNEPIAVPSEYLSALRQMQADKEGTVIDSNYRELQEVHNRPVQRFK 
SDEQGRGEFDDISKNEDIVEDLSKLSGNFIRELVRKIYW 



15 

GAATTCGGCACGAGGGACAACTTTGCATAACTTTTACTGTCCATGTTTAACGTTTAGATCTAG 63 

TACTAGTAGTCTACAAGAACAACTGTCAACAACTGTCAGATTATGTGTATAAACCAAGATGTC 12 6 

MS 2 

20 TGCAATTCTTAAGAGAAACGTACCTATCCAAAGAGTCGGTCTCCCACTGACCTCCTATGTCAG 189 
AILKRNVP IQRVGLPLTSYVS 23 

TAGATGGGCTTCTGCTCTGCCCACCAGGACCCATCCTTTTTACAAGTTGGTTGATGACAGTAC 2 52 
RWASALPTRTHPFYKLVDDST 44 

CACCCCAGTGACAAGGTCTACTCTTCTC AGTGCTCATATGGTTGACACCTTGCTAGATGAGAA 315 
25 TPVTRSTLLSAHMVDTLLDEN 65 

C C AGC AGAGCAG AC ATGAAAAC CAAC AC ACAG ACACGTCTTACAAAATGTACCAGGG ATTAAA 3 7 8 
QQSRHENQHTDTSYKMYQGLK 86 

ATTTGTTGTAAAGACGCTGTTTACTCCATCGAAATGCCACCGTCACTTCTCCACATCAGCTCA 4 41 

FVVKTLFTPSKCHRH FSTSAH 107 

30 TTTGTCTGCCATGGGTCGACATCAATCCCCCATCAATATAATCACCTCCAGTACGACCAAAGG 5 04 

LSAMGRHQSPINI ITS STTKG 128 

ACCGTCATTGAAACCGTTAAAATTTAGCAAGAGTTGGGACAAGCCAGTAATCGGCACCGTCAA 5 67 

PSLKPLKFSKSWDKPVIGTVK 149 

AGATACTGGCTATTATCTTAAATTTGCACCAGAATCTGCAGCAGAGAAGTGCACATTGCATAC 6 3 0 

35 DTGYYLKFAPESAAEKCTLHT 170 

GTACAATGGTGAATATATCCTAGATCATTTCC ATTATCACTGGGGGAAGAAGGATGGGGAAGG 693 

YNGEYILDHFHYHWGKKDGEG 191 

AGCAGAGCATTTCATCGATGGAAAACAATACGACATCGAGTTCCACTTTGTACATAAAAAGGT 7 5 6 

AEHFIDGKQYDIEFHFVHKKV 212 

40 TGGGTTGACTGATCCAGATGCTAGAGACGCTTTTGCTGTTTTGGGCGTTTTTGGAAAGGCCGA 819 

GLTDPDARDAFAVLGVFGKAD 233 

CCCTCGTTTGAAGATCAATGGAATCTGGGAGCTACTCTCACCGTCAACTGTCCTGACTGTCGA 8 82 

PRLKINGIWELLSPSTVLTVD 254 

CTCAACACGAAACGTCGCTGATGTTGTTCCCTCTAAGCTTCTCCCAAGTGCCAGAGACTATTT 94 5 

45 STRNVADVVPSKLLPSARDYF 275 

TCACTATGAAGGTTCTTTGACCACACCTACGTATGGTGAGGTTGTGCACTGGTTTGTTCTCAA 1008 

HYEGSLTTPTYGEVVHWFVL N 296 

TGAACCCATAGCTGTCCCTAGTGAGTATCTGTCAGCTCTGAGACAGATGCAAGCTGACAAAGA 1071 

EPIAVPSEYLSALRQMQADKE 317 

50 AGGTACTGTGATTGACTCAAACTATCGAGAGCTTCAAGAAGTCCACAATCGACCTGTGCAACG 1134 

GTVIDSNY RELQEVHNRPVQR 338 

ATTTAAGAGTGATGAGCAAGGGAGAGGAGAATTTGACGATATTTCTAAGAATGAGGACATTGT 1197 

FKSDEQGRGEFDDISKNEDIV 359 

GGAGGACTTGTCTAAATTGTCTGGTAACTTTATTAGAGAGCTGGTCAGGAAGATATATTGGTG 12 6 0 

55 EDLSKLSGNF IRELVRKIYW 379 

ACCTTTTTCTACACTTGTTAGAGTTTTAGGCCAGAATACATTTCATCATTTGGACTGTTATTT 132 3 

TGTGTACACTGCTTAGCAGTTTATATAAACACTACAATGCCATTATTATAATATAGCCAATGC 13 8 6 

TGTGATTTGA 13 96 
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Figure 4: 
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Figure 7: 
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Figure 8: 



[1] Reaction of silicase [hydration of CO> 2 ] 
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[2] Reaction of silicase [ester splitting] 
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